ABSTRACT Dengue virus (DENV) is an arbovirus belonging to the genus Flavivirus, family Flaviviridae. In Brazil, the reemergence and spread of DENV type 4 (DENV-4) across the country were responsible for a significant outbreak in Guarujá, São Paulo, Brazil. Here, we report the first genomic sequences of DENV strains circulating in Guarujá during the 2013 outbreak.
corroborate these findings, we reconstructed the phylogenetic relationships via a maximum likelihood (ML) tree with PhyML (11) and using the best-fit model (GTR ϩ G ϩ I). For each sample, we calculated the GϩC contents: 47.05% (GU11), 46.92% (GU145), and 46.22% (GU128). The average Shannon entropy showed that DENV-1 (GU128) had the lowest variability (0.01), whereas the DENV-4 genomes (GU11 and GU145) exhibited slightly high levels of variation (0.015 and 0.011, respectively). Furthermore, the selection analysis (dN/dS) showed evidence of purifying selection acting over the three genomes: 0.090 (GU11), 0.085 (GU145), and 0.050 (GU128).
The reported sequences represent the first available genomes of the largest DENV-4 outbreak in Brazil isolated from São Paulo. Accession number(s). The genome sequences have been deposited at GenBank under accession numbers KY369949 to KY369951.
